. Phylogeny of the MrTV and other dicistroviruses. Phylogenetic trees based on the other the deduced amino acid sequence of RNA-dependent RNA polymerase (RdRp) (A) and replicase polyprotein (B) were constructed using the neighbor-joining method with 1000 bootstrap replicates under the parameter of complete deletion and Jones-Taylor-Thornton (JTT) model using MEGA 6.0. The numbers at the branch nodes represent the bootstrap confidence levels of the 1000 bootstrap replications obtained. Bar, 0.1 amino acid substitutions per site. The black aquares indicate MrTV.
